internode certainty values determined from an extended consensus tree inferred from the 11 maximum likelihood trees inferred for individual primary-metabolism genes [3] . The tree shown in this figure was inferred by maximum likelihood analysis of concatenated alignments of 11 primarymetabolism genes (Table S2 ). The abbreviation nv (no value) indicates that no internode certainty value was generated for the branch shown in the tree inferred from concatenated sequences. Species complexes are delineated with colored boxes, and the complex names are indicated on the left using the species name after which complexes are named.
